Fig. S2. Spatial distribution of markers used to identify specific mesenchymal cell populations in forelimb buds.
Immunohistochemistry shows the spatial distribution of the SOX9, PDGFRα and JAG1 proteins in mid-sagital sections of mouse forelimb buds at E10.5 and E11.5.
Note that the mesenchymal cells expressing JAG1 at E11.5 overlap with SOX9-positive cells in the anterior mesenchyme. This was confirmed by FACS analysis. Therefore, JAG1 is only marking the posterior-distal and SOX9-negative mesenchymal cells in early forelimb buds at E10.5 (see also Fig. 2 ). White dashed lines outline limb bud. Scale bars: 50 µm. Development: doi:10.1242/dev.173328: Supplementary information Statistical evaluation of all results was done using the Wilcoxon test: (**) p-value ≤0.01. Development: doi:10.1242/dev.173328: Supplementary information Development • Supplementary information Development: doi:10.1242/dev.173328: Supplementary information Development • Supplementary information Table S1 . Values myogenic-lineage-specific genes Click here to Download Table S1   Table S2 . Differentially expressed genes (DEGs) Sca-1 population Click here to Download Table S2   Table S3 . DEGs Jag1
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